A False Discovery Rate (FDR) of 1 % was applied.
The final list of 135 genes was assessed for correlation with NR1H3/LXRA mRNA using Pearson's correlation.
An additional 24 genes that are established LXR targets but did not necessarily reach cut-off scores were added.
26 genes were removed as they were not expressed in the TCGA breast cancer datasets.
11 genes were removed as they were from mouse datasets and had no human homologue.
148 genes that appeared on two or more lists were included for further analysis.
The top 100 genes with the highest LXR binding scores from each of the seven ChIP-Seq datasets and their binding scores were collated. 
